Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.036; wR factor = 0.096; data-to-parameter ratio = 20.0.
Related literature
For background to and the biological activity of pyrazolone derivatives, see: Kokura et al. (2005) ; Sarojini et al. (2010) ; Vaid et al. (1986) . For related structures, see: Ramsay & Steel (1985) ; Ahmad et al. (2011) . For bond-length data, see: Allen et al. (1987) . For the stability of the temperature controller used in the data collection, see: Cosier & Glazer (1986 
Data collection
Bruker SMART APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2009 ) T min = 0.819, T max = 0.888 24894 measured reflections 4382 independent reflections 3706 reflections with I > 2(I) R int = 0.030 Refinement R[F 2 > 2(F 2 )] = 0.036 wR(F 2 ) = 0.096 S = 1.03 4382 reflections 219 parameters H-atom parameters constrained Á max = 0.43 e Å À3 Á min = À0.52 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 1 2 ; Ày þ 1; z þ 1 2 .
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 Pyrazolone moiety is a pyrazole derivative, containing a five-membered lactam ring with two nitrogen atoms and a ketone group in the same molecule. Edaravone, 3-methyl-1-phenyl-2-pyrazolin-5-one, is a strong novel free radical scavenger and was used for treatment of patients with acute brain infarction (Kokura et al., 2005) . The radical scavenging capacity and molecular binding activities of various derivatives of pyrazol-5-ols were reported (Sarojini et al., 2010) . In an attempt to synthesize pyrazolone derivative, the title compound was formed when ethyl acetoacetate was taken in 1: 2 molar ratio. Similar product formation was reported by Vaid et al. (1986) . The crystal structure of 3,4-dimethyl-1-(2pyridyl)pyrano[2,3-c]pyrazol-6(1H)-one was reported by Ramsay & Steel (1985) and the structure of 3,4-dimethyl-1phenylpyrano[2,3-c]-pyrazol-6(1H)-one was reported by Ahmad et al. (2011) . The title compound 1-(2,6-dichloro-4-(tri-
, was prepared by the reaction of 2,6-dichloro-4-trifluoromethyl-phenyl hydrazine with excess of ethyl acetoacetate.
In the title compound, Fig. 1 , the 1,6-dihydropyrano[2,3-c]pyrazole ring system (C1-C5/N1/N2/C6/O1) is almost planar with the maximum deviation of 0.0226 (14) Å at atom C2 and forms a dihedral angle of 69.90 (6)° with the benzene ring (C7-C12). Bond lengths (Allen et al., 1987) and angles are within the normal ranges.
In the crystal packing as shown in Fig. 2 , the molecules are linked into chains along the c axis by the intermolecular C11 -H11A···O2 hydrogen bonds (Table 1) .
Experimental
(2,6-Dichloro-4-trifluoromethyl)phenyl hydrazine (1.225 g, 0.005 mol) was added to ethyl acetoacetate (1.3 g, 0.01 mol) and charged in a microwave for 3 minutes at 360 W. The reaction mixture was quenched into ether and kept for some time to get the residue. The residue was recrystallized by slow evaporation from ethanol to give block-shaped orange crystals suitable for X-ray diffraction. M.p. = 431 K.
Refinement
All H atoms were positioned geometrically and were refined with a riding model with U iso (H) = 1.2 or 1.5 U eq (C) (C-H = 0.95 or 0.98 Å). A rotating group model was applied to the methyl groups.
Computing details
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT (Bruker, 2009 ); program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008) and PLATON (Spek, 2009 Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (6) 0.0001 (5) 0.0038 (5) 0.0001 (5) C13 0.0230 (7) 0.0294 (8) 0.0216 (7) 0.0033 (6) 0.0062 (6) −0.0045 (6) C14 0.0231 (7) 0.0208 (7) 0.0241 (7) 0.0059 (5) 0.0004 (6) −0.0032 (5) C15 0.0229 (7) 0.0212 (6) 0.0157 (6) 0.0027 (5) 0.0025 (5) −0.0020 (5) Geometric parameters (Å, º) (18) 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )

